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As an example of transformation of Cluster Complex according
to the sequencing size is shown in Figure 1
Conclusion: Artiﬁcial methods of subspecies typing gives a rel-
ative picture of the genetic relationship and clonal structure of
microorganisms.
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Background: Pulsedﬁeldgel electrophoresis (PFGE) is acknowl-
edged to be the ‘gold standard’ for the typing of strains of a number
of bacterial species, including E. coli, and is used widely in clinical
settings (van Belkum A., 2007).
Methods & Materials: In silico PFGE analysis of 138 complete
E.coli genomes using classical XbaI and 5 other enzymes (Sse8647I,
ApaI, AclN, SrfI and SdiI) have been performed by Geneious
(Biomatter). Images with gel pattern have been analyzed by Total-
Lab 1D (Nonlinear Dynamics) to produce band matrix. wgMLST
scheme with 2216 loci have created with SeqSpere (Ridom). Dis-
criminatory power and concordance between different PFGE and
wgMLST have been estimated based on Simpson and adj.Rand and
Wallace indices.
Results: 138 genomes of E.coli have been used to produce dif-
ferent PFGE and wgMLST patterns. Sites of restriction, band (loci)
numbers and discriminatory power are presented in Table 1.
Table 2
Enzymes for PFGE adj.Rand WallacewgMLST ->PFGE WallacePFGE -> wgMLST
XbaI 0.809 1 0.737
Sse8647I 0.816 0.998 0.749
ApaI 0.818 0.998 0.75
AclN 0.821 1 0.751
SrfI 0.808 0.998 0.738
SdiI 0.805 1.0 0.741
The concordance between different PFGEs and wgMLST calcu-
lated on cluster complex is presented in Table 2.
Conclusion: PFGE using different restriction enzymes, which
have different site restriction and produce different number (27-
130) of band, have not shown the advance in discriminatory power
and concordance with wgMLST.
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Background: Background: Hemophagocytic Lymphohistio-
cytosis (HLH) is a rare potentially life-threatening disorder
characterized by immune dysregulation, overwhelming immune
activation and inﬂammation. This condition can occur as primary
or secondary to infections, autoimmunediseases andmalignancies.
HLH secondary to infections is an important clinical entity espe-
cially in tropical countries. We report our experience of HLH from
our hospital.
Methods & Materials: Materials and Methods: This is a retro-
spective analysis of clinical informationof patients presented toour
hospital between March 2012 and November 2015. All fulﬁlled the
revised criteria of HLH 2004. ackground:white’> This condition can
occur as primary or secondary to infections, autoimmune diseases
andmalignancies. HLH secondary to infections is an important clin-
ical entity especially in tropical countries.We report our experience
of HLH from our hospital.
Results: Results: Total 5 cases were segregated with secondary
HLH diagnosis. The mean age at diagnosis was 34 years (with a
Table 1
Enzyme Recognition sequence Median of band number 95%CI #different types Discriminatory index Conﬁdence interval (95% CI)
XbaI TCˆTAGA 39 27-51 131 0.999 [0.998 - 1.0]
Sse8647I AGGˆWCCT 73 57-104 131 0.999 [0.998 - 1.0]
ApaI GGGCCCˆ 77 62-130 132 0.999 [0.998 - 1.0]
AclN ACˆTAGT 79 53-95 129 0.999 [0.998 - 1.0]
SrfI GCCCGˆGGC 51 41-65 131 0.999 [0.998 - 1.0]
SdiI GGCCNNNNNˆGGCC 38 31-66 129 0.999 [0.998 - 1.0]
wgMLST 2216 loci - - 129 0.999 [0.998 - 1.0]
